ABSTRACT The complete genome sequences of three Ross River virus (RRV) isolates from infected Australian Defence Force (ADF) personnel and from mosquitoes collected in ADF training areas were determined. Phylogenetic analysis in comparison with all available complete RRV nucleotide sequences from GenBank split these three RRV isolates into two distinct sublineages.
highly conserved compared to the prototype strain T48 isolated in 1959, with maximum divergences of 3.9% and 1.8% for pairwise comparison of nucleotides and amino acids, respectively (7) . The 99.5% nucleotide sequence identity between MIDI32.2017 and MIDI86.2018 isolates over a 2-year period from two different ADF training sites separated by more than 500 km indicates that genetic drift of RRV is quite restricted, suggesting that mutation/deviation from the prototypic sequence might have a dramatic impact on viral fitness and disease transmission.
All three strains contain the repeated 12-amino acid (aa) sequence element in the (Fig. 1) . Data availability. Raw next-generation sequencing (NGS) reads were deposited in the Sequence Read Archive under accession numbers SRX5370411, SRX5370412, and SRX5370413 and BioProject number PRJNA522026. The RRV genome sequences in this announcement are publicly available in GenBank under accession numbers MH987779, MH987780, and MH987781.
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